S6 Table The statistically enriched GO terms of Sub 1

GO Style Term Pvalue Gene count The involved genes
[regulation of RNA metabolic process 120E-10 [SLAZ;TBX4,TALI TBPLLTS C22D4 WD TC1 ATXNTL3 BAZ24 ABL1 CALCR.CDXZ etc
[positive regulation of RNA metabalic process 320E-00 [E2F3,ELK1 FOSL1 KLF1 2MKL2 MEIS2 POU4F2 PRDMI6 REM15 SATR2,S0X4,SMARCDI efc
[positive regulation of macromolecule metabolic process 2.70E-08 PRKCA RARB RUNXI et
Inegative regulation of RNA metabolic process 440E-07 [E2F6,JAZF1 JP2,KLF1 2MXD4 MELS2 PHF214,P OUSF2PRDMI PROMI 6 PAWR etc
[positive regulation , nucleoside, nucleic acid 7.70E-07 RIDI RBMIS cic
Inegative regulation of macromolecule metabolic process 1.00E-06 |ATPSB1 BCL2L1 BNIP3L,JAZF1 JDP2 KLF1 2MXD4 MELS2 PHF21 POUAF2 PRDMI etc
[positive regulation of nitrogen compound metabolic process 2.10E-06 R
[phosphorus metaholic process 1.50E-05 [BCL2,FPHAT EPHB2,GABI NRK P ANS,CDK16,PDIKIL,SACMI L, SBF1 SNRK,SPEG, TAOK2 TYROS et
[phosphate metabolic process 150E-05 (CSFIR,CDKSRI D CLKI EYA2 F GFRI FLT] HIPKI JPPKINSRICKMAPKI MAPK14 MAPKSIPS etc
Metabolic |neetive regulation , nudleoside, nucleic 230E-05 270662 |ATPSB1 E2F6 JAZF1,JDP2KLF1 2 MXD4MEIS2 PHF21 4P OUS F2 PRDMI PRDMIG etc
Inegative regulation of nitrogen compound metaholic process 330E-05 @0.7%)  |ATPSBIE2F6 JAZF1,JDP2KLF1 2 MXD4MEIS2 PHF21 4P OUS F2 PRDMI PROMIG etc
regulation of cellular protein metabolic process 100E-03 |ADAMY BCL2,(D28 FP300,GAB1 KITLGRBICCI TIMP3 BTRC BOLL,CASC3,CPEBI ete
[regulation of cellular carhohydrate metaholic process 9.70E-03 [HDAC4 INSR JRS1 IGF] NR3C1 PPARGC1 A PLEK
regulation of carbohydrate metaholic process 110E-02 [HDAC4 INSR IRS1 IGFI NR3C1 PPARGCI A PLEK
[regulation of phosphorus metabolic process 140E-02 DAMY BCL2,GAB HIBPS,TAOK: CHRMI ete
[regulation of phosphate metabolic process 140E-02 DAMY BCL2,GAB1 OK2,4D V3,CHRMI,CCNGL ete
[positive regulation of protein metaholic pracess 160E-02 |ADAMY BeL2, CDZE,EPSmeLG.RElCCIBI’RCBOLL,EIFSA GIALHDACH
[positive regulation of cellular protein metabolic process 2.00E-02 DAMY BCL2,CD28 EP30. et
Iregulation of ghucose metabolic process 2.60E-02 [HDAC4 INSR IRS1 IGF1 NR3CI PPARGCIA
collagen metabolic process 4.60E-02
[regulation of transcription 8.00E15 |AFF3,AFF4 ARID] 5 ARIDS A ARID3B ATPSB1 BCLI1 A BCLIL BTG1 BCORLI BACHLBACH etc
pt 1.70E-13 [KLFL2 MNT MXD4,MKL2, 1 PHF21 APOUSF1 PRDMI PRDMI6 PROMAPAVR et
Iregulation of transcription from RNA polymerase II promoter 110E-11 [EP300 E2F6 FLF2 FLK1 FOSL1 JAZFI JDP2 KLFI 2 MXD4 MKL2,
[regulation of transcription, DNA-dependent 1.80E-10 [ETV1FOXA1 FOXDI FOXG1 FOXL2 FOXMI FOXP4,GTF2HL HLEHDAC4 HOXALHOXALL et
[positive regulation of transcription, DNA-dependent 230E-00 [POUAF2 PRDM16,REM15,SATB2,S0X4 SMARCD1,SP1ATEN7L3,CDX2, CLOCK CBFB,CSRNPZ et
[positive regulation of transcription from RNA polymerase 11 promoter 430E-08 [IGF1JUNE MAML1 MTFLMAPK14NEUROD1 NEURO G2 NPAS 4 NFIB,NF ATS NRIP1 et
[positive regulation of transcription 130E-07 24266, [ARIDLATPS0DEZFSELK] FOSL1 KLFI2MKL2 MEIS2 POUAF2 PROMIG REMIS ete
Transcription  [negative regulation of transcription from RNA polymerase II promoter 2.60E-07 (65v)  [OATIL IOV LTI MDA MEIS2 FHT21FOUAFEE RIND FROMIG EAWR i
Inegative regulation of transcription, DNA-dependent 2.80E-07 ; REM B: wDICI
Inegative regulation of transcription 1.20E-06 ,mma1nramnmmmlzmm»mszrmnuomnrmm PRDMIG etc
{transcription from RNA polymerase II promoter 3.00E-05 |AFF4,E2F3 FOSL1 MNT,MAX PRDMS TARDEP TBPLI ASHIL,CDX2,CBFB,CCNTZ ete
rezultion of gene-specitic mgm‘,um 590E-03 [RBM1 5,TAL1 WDTCI HDAC4)GFLNCOR: PPAR.
130E-02 |ARIDL A, SMARCD1 MLLY
N . rogulation of specifc transeription from RNA polymerase I promter 4.00E-02 [REM15,TAL1 WDTCI HDAC4NCOR2 PPARAPPARG,SIRTL TFESETSL
Biological negative regulation of specifc ranseription from RNA palymerase I promoter 450E02 [REMI 5 WDTCI HDACA NCOR2PPARAPPARG
[positive regulation of macromolecule hiosynthetic process 5.70E-09 |ARIDL A, (D28 EP300 E2F3 FLKI FOSLI KITLG KLF12 MKLZMEIS?,
processes [positive regulation of cellular hiosynthetic process 350E-08 |TOVLABOLL CANKIE, CDE2 CLOCK.CBIR CSRNP2APCL ESRRGEIS 20Xl i
[positive regulation of biosynthetic process 6.20E-08 [EIF5 A2 FOXALFOXL2 GTF2HI HDAC4 HOXAL IGFL ILL
Biosynthetic [12Eive regulation of macroroleae bissymthetic process 1.40E-06 123462 |ATPSBI F2F6,JAZFI JDP2 KLFI2 MXDA MEIS2 PHF21 AP OU4 F2 PRDMI yliﬁyAme
Inegative regulation of biosynthetic process 2.50E-06 (18.5%)  |ATPSBI E2F6 JAZF1 JDP2KLF12 MKDAMEIS2 PHF21 A POUS F2PRDMI PRDMI6 PAWR et
Inegative regulation of cellular biosynthetic process 6.30E-06 |ATPSE1 F2F6,AZFI JDP2KLFI 2 MXD4,MELS2 PHE21 AP OUAF2 PRDMI JARID2 etc
RNA biosynthetic process 6.40E-04 |AFF4 E2F3 FOSL1 MNT.MAX PRDMM TARDEP, TBPLI ASHIL, CDX2,CBFB,CCNT2 ELLZ etc
[negative regulation of receptar e process 220802 SLC1A2 SLC143,SLCTAID
[positive regulation of gene expression 2.80E-08 LAPICLAAPICL ML ETRODL NETROG2 N ASA NTIE NEATS NP NP2 N 2 i
G . [negative regulation of gene expression 430E-08 116662 [FIF2C1 EIF2C3XPOS FOXAI FOXP4 HDAC4 HIC2INSR,JARID:
ene EXPression |, ttranscriptional regulation of gene expression 6.60E-04 (175%)  |MKL2,SPEG,ACTALCAYS DMDEGR3 FOXL2FXRI HSPG2 IGFI MAPKI 4 MEF2DNR2F? ek:
[positive regulation of gene expression, epigenetic 430E-02 14
[regulation of apoptosis 7.00E-05 CRTAMESRI FOXL: (HIPKIHSP A5 1GF IGEZRILIA et
Iregulation of programmed cell death 9.40E-05 BCL2 BTG BBC3 BCL2L1BCLIL FOSLL,GCHI ete
regulation of cell death 100E-04 IMAPSKS MCLINET! NEURODI N3 C1 NR442 PTEN PREX1P GPKCNMAL PHB etc
[positive regulation of apoptosis 110E-03 [FOSL1 GCHI PAWR ARHGEF12 ARHGEF3,S OX4,TIMP3,ABLI CUL2,CUL3,CDKSR] ek
Apoptosis  |Positive regulation of programmed celldeath 130E-03 S1/662  [BBC3BCLIL1BNIPLDPF2,EPHAT FOSL1 PAWRARHGEF] 2 ARHGEF3 S OX4,TIMP etc
[positive regulation of cell death 1.40E-03 (12.2%)  [BCL2BBC3BCL2L1 DPR2 EPHAT FOSLI GCHI ARHGEF12 ARHGEF3 SOXA etc
linduction ofapoptosis 7.70E-03 BB, BLI
linduction of programmed cell death $.00E-03 (CUL3, CDKN1 4, CRTAM FOXL2 HIPK1 MAPKI PTEN ete
[regulation of newron apoptosis 120E-02 |ADAMY BCL2 BCL2L1 EPHATBDNF,CDKSRIESRI FURINNR3 CLNRAAZ el
lapoptosis 430E-02 [BCL2,BBC3 BCL2L1 BCL2L2 BNIPSL,DPF2 DDIT4EP300 PAWR ARHGEF12 ARHGEFS
cell morphogenesis involved in neuron differentiation 3.70E-06 [NDEL1 LPPR4 PRKCA PTPNI1 PTPRZ1,SEMA3A, SEMASB, SEMAF,SLCI A3,UNCS C ILK2 ete
cell morphogenesis involved in differentiation 8.50E-06 [NRXNN3 NEUR 0G2,NRP2 NR4 A2 NDEL 1 LPPR4 PRKCA PTPNI 1 PTPRZI SEMAZA,SEMA3B etc
regulation of myeloid cell differentiation S40E-04 REM15 TAL1 MAPK14 PURBRUNK] HMGE3, SMAPL TFE3TOE2 etc
Ineuron differentiation S40E-04 [P OU4F2 BDINF CNT,CUXI CDKSR1 DMD VX1 EFNEL FGFRI FOXAL FOXG1 etc
central nervous system neuron differentiation 290E-05 [EPHE2,D CLK1 FOXG1 HOXALNEUROG2,NR4 A2 NDEL1 PRKCA
fat cell differentiation 390E-03 g2 |[PROMIGADRBLINSR, RGS2,SIRT1,SLC244,50CS1
Differentiation |positive regulation of cell differentiation 4.20E-03 11.6% [BCL2,BTG1,CD83 EPHB2,P OU4F2 ARHGDIA TALL BDNF,CDX2 FOXALFOXG1 HOXALL
[negative regulation of cell differentiation 4.60E-03 (16%)  |rprp> PROMI6 REMIS,ARHGDLA BDNF,CDX2,CNTN4 FOXG1 HDACAIGF! etc
[brovn it cel differentiation S40E-03 [PRDMIG,ADRBI PPARGPPARGCIA RGS2,SLC244
{trophectodermal cell differentiation 640E-03 SP1,5P3 CDX2,CUL3 JUNB
regulation of newron differentation 130E-02 (GABIWDTCI ADCY6,GRB2NSRRS1 PTPN PTPNIL
positive regulation of erythrocyte difforenttion 140E-02 [TAL1MAPK14,SMAP1 ETS1
[positive regulation of myeloid cell di 210802 [KITLG,TAL1 MAPK14 RUNKI SMAP1 ETS1
[plasma membrane part 3.00E-06 |ADANID ATP242 ATP2BI ATP6APZATPSEI BCL2L1,CD28,CD3Gete
[plasma mernbrane 3.00E-04 DAMY ARFIP2 AAKI ATP2A2 ATP2B1 ATP6AP2,ATPSB] BCL2L1,CD28,CD3G ete
Plasma membrand ™! to plasma membrane 6.20E-04 107540 |ADRBIACCNICALCR, EFNASEFNB FGRRI etc
lintzinsic to plasma membrane 74DE-04 (364%)  [FLTLFZDS GABRA4,GABRAS,GIAL GRINSA,GRMS HASZ INSRIRS] IGF2R ete
linternal side of plasia membrane 150E-02 [BCL2L1,CADPS FRMPDLRABL RAPHI REEBL1WDFY3 etc
external side ofplasma membrane 280E-02 |ADAMY ATP6AP2,CD28,CD83,CD8A, CCR: KCNMALSLC2A4 ete
cytoplasmic vesicle 3.90E05 (CADP S DENNDI 4, GCHI N4BP3 RAB114.RAB38 RABSB RACGAPI SLAZ,TAOKZ etc
[vesicle 5.80E-05 CADP S DENNDLAGCHI B3 RS ARAE RABSB RACGAPL SLAZTAOR2 ot
/membrane-bounded vesicle 9.00E-04 [DENND1 ARABI1 A RABSS, TAOK2 AP2A1 AP4EL BECNI etc
cytoplasmic membrane-hounded vesicle 100E-03 [BDNF BN A2 TAOK2 AP24.1 APAELBECN] e
Cellular [transport vesicle 1.70E-05 [RAB114,4P2A1,CLT: SLC284,SYTL
t {trans-Golgi network transport vesicle 290E-13 |AP2A1 CLTA FURINIGFZR NCALD SLC244
componen Colgi-associated vesicle 530E-03 |AP2A1 AP4EL (LTAFURIN,GJAL IGF2RINCALD SLC284
Vesicle clathrin coated vesicle membrane 6.50E-13 51/540  [DENNDIAAP2AL,CLTANCALD,SCAMPLSV24,STTLVAMP2
clathrin-coated vesicle 9.90E-03 ©.4%)  [DENND1AAP2A1 BINI CLTAFURINIGEZRNCALD,SCAMP1,SLC2A4 SORTI SLC2A4,SV24,SYTL
[vesicle membrane L10E-02 ENND14,AP2A1 APAEL GIAL GRB: CAMP1,SLC2A,SV24,SYT1,VAMP2
coated vesicle membrane L10E-02 [DENND14,AP2A1 AP4E1 CLTANCALD,SCAMP1,SV24,SYTLVAMP2
coated vesicle L70E-02 [DENND14,AP21 APAEL G CAMP1,SLC2A4 ete
[transport vesicle membrane 220802 |AP241 CLTANCALD SYT1,VAMP2
cytoplasmic vesicle part 270E-02 IDENND14,AP241 AP4EL GIALIGF1 JTGB3NCALD,SCAMPLSV24 eic
Golgi-associated vesicle membrane 320E-02 |AP2A1 APAEL CLTA.GJAL NCALD
esicle membrane 330E-02 [DENND1 4,AP241 AP4E1 CAMKD CLTA,GJAL ITGB3 NCALD SCAMPL SV24, YT VAMP2
[transcription regulator activity 2.70E-15 [AFF4 ~ ARIDIA« ARIDA + BCLIIA ~ BCL2~ BTGI + BACHI + BACH2 + EP300 « EZF3 elc
transcription factor activity 830E-11 |AFF4 « ARID3A+ BACHI « BACH2 « EP300 + E2F3 + E2F6 « ELF2 + FIKI + FOSLI + GATAD2Betc
transcription activator activity 7.30E-07 |ARIDLA + BCL2 + EP300+ E2F3 + ELF2 + ELKI + FOSLI + MNT + MKL2 + MAX « POUSF1 « PRDMI6
Transcription  |transcription repressor activity 5.00E-06 1481639 [BCLI1A  E2F6 + ELF2 « JAZF] + JDP2 KLFI2 » MNT+ MEIS2 » PROMI6 + PAWR + SETDS » SP3eic
activity RNA polymerase 11 'ranstrinﬁnn Hctor activity 230E-05 (23.1%)  [MEIS! « MEIS2 PRDM4 + SOKI2 + TBPLI + ASHIL + CBFB + CUXI + ELL2 + FOXMI + GTF2H et
9.50E-05 [BTG1 + EP300  E2F6 + JAZFI + KLFI2 » MNT » MKD4 + MKL2 + MAX + MEIS2+ PRDMI6 + PAWR etc
transcrq)unncnmpressnrzctlvlty 250604 [BCLI1A « E2F5 « JAZF1 « KLF12 + MNT+ MXD4 + MEIS2 + PAWR + SETDS + CDX2 » JUNB » MECP2 + NCORZ ete
activit 330E-02 [EP300 + MNT + MKL2 « MAX + PROMI6 + SMARCD] + SMARCD2 « TBPL1 + ATXNTL3 « CBFB etc
Molecular [transmembrane receptor protein tyrosine kinase activity S.40E-05 [EPHAT « EPHB2 » TYRO3+ CSFIR » EFNAG « FGFRI « FLTI ~ INSR » IRS1 + IGFZR + NRP2 + PDGFRB etc
. [protein kinase activity 9.70E-05 |AKAP9 « AAKI + EPHAT + EPHB2 + NRK+ PAN + CDKI6 + PDIKIL + SNRK + TAOKZ + TYROS et
function [protein serine/threonine kinase activity 6.80E-03 |AKAP9 « AAK] « NRK + CDK16 + PDIKIL » SNRK SPEG + TAOK2 + CAMK2D  CAMKK2 + CSNKIG1 + CSNKLG3{
Kinase activiey [P¥oein brosine kinase activity 7.20E-03 571662  |EPHAT + EPHE2  TYRO3 + ABLI + CAMKK2 + CSFIR~ EFNAS + FGERI + FLTI et
[protein kinase inhibitor activity TADE-03 (8.6%)  |SHSBPS » CDENLA+ PRKACA SFN SOCS] + SOCSS « TRIB2
lkirase inhibitor activity S40E-03 SHIBPS + CDKN1A + PRKACA SFN + SOCSI + SOCSS + TRIB2
[protein kinase regulator activity 170E-02 SHIBPS + CDKSRI + CDKNIA + CSNK2B + PRKACA + SN+ SOCS] + SOCS3 + TRIB2 « ERBBS
kirase activity 3S0E-02 SHIBPS + CDKSRI « CDKNIA + CSNK2B + PRKACA + SN+ SOCS1 + SOCS3 « TRIB2 « ERBBS
Tonbinding |zinc ion binding 390E-02 131639 oy k| ADAMIO \ ADAM22 + ADAMS  ADAMTSS + ADAMTS9 + BCLI1A » DPF2 + EP300 + FBXLI9 etc

205%)



